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Fignre lA 

1 CAAGCACTGTGCTAAAGTGTTTTTCATATGTCATGAAAAGTTGTGCCAGAAAATTATGGT 60 

6 1 TTGAACATGGGCAGTTTTCTCCTACCGTCAGCTATATCCACAAGCATCACATGAAGTGGA 120 

121 GATCTGGCAGCTCTGTGTATTTCAGTCAAGTTCCACAATGAAACCTGACAATAATGGTAA 180 

181 AAACCAATACGGACATCTGAGTAACTGGGGAATTGGCCTGCCTTGCATGTGAGCTTGATG 240 

241 GAAGATTGGATATAGACGAGTTGATTATATTTTATGAAGTAGCAGCTCACTACCATCCAC 3 00 

301 CATCCAGGGTTTAAACTACTTTTTCAGCATCACTTCACCTGTGGACTCTTATACATTTTG 360 

361 ATTTCTTGGGGGAAAAATACTGGGATAAGAGGAGGTCATTTTTTAATAAGTTAGCATCCT 420 

421 TTTCCCTTTCTTACAAGTTGATCCAAAGGATAAGGCTGTGACTCCATTGGATTGCACCTT 480 

481 TAAATCAAAATAGCAGCAGCAGAAGAAAGGGACAATGGCTCTGAGTGGAAACTGTAGTCG 540 
1 MALSGNCSR9 

541 TTATTATCCTCGAGAACAAGGGTCCGCAGTTCCCAACTCCTTCCCTGAGGTGGTAGAGCT 600 

10 YYPREQGSAVPNSFP E V V E L 29 

601 GAATGTCGGGGGTCAAGTTTATTTTACTCGCCATTCCACATTGATAAGCATCCCTCATTC 660 

30 NVGGOVYFTRHSTLISIPHS 49 

661 CCTCCTGTGGAAAATGTTTTCCCCAAAGAGAGACACGGCTAAT'GATCTAGCCAAGGACTC 72 0 

50 LLWKM FSPKRDTA NDLAKDS 69 

721 CAAGGGAAGGTTTTTCATTGACAGAGATGGATTCTTGTTCCGTTATATTCTGGACTATCT 780 

70 KGR FFID RDGFLF RYILDYL 89 

781 CAGGGACAGGCAGGTGGTCCTGCCTGATCACTTTCCAGAAAAAGGAAGACTGAAAAGGGA 840 

90 RDROVVLPDHFPEKGRLKRE 109 



841 AGCTGAATACTTCCAGCTCCCAGACTTGGTCAAACTCCTGACCCCCGATGAAATCAAGCA 900 

110 AEYFOLPDLVKLLTPDEI K Q 129 

9 01 AAGCCCAGATGAATTCTGCCACAGTGACTTTGAAGATGCCTCCCAAGGAAGCGACACAAG 9 60 

130 SPDEFCHSDFEDASQGSDTR 149 



961 AATCTGCCCCCCTTCCTCCCTGCTCCCTGCCGACCGCAAGTGGGGTTTCATTACTGTGGG 102 0 
150 ICPPSSLLPADRKWGFITVG 169 
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Figure IB 

1021 TTACAGAGGATCCTGCACCTTGGGCAGAGAGGGACAGGCAGATGCCAAGTTTCGGAGAGT 1080 

170 YRGSCTLGREGQADAKFRRV 189 

1081 TCCCCGGATTTTGGTTTGTGGAAGGATTTCCTTGGCAAAAGAAGTCTTTGGAGAAACTTT 1140 

190 PRILVCGRISLAKEVFGETL 209 



1141 GAATGAAAGCAGAGACCCTGATCGAGCCCCAGAAAGATACACCTCCAGATTTTATCTCAA 1200 

210 NESRDPDRAP. ERYTSRFYLK 229 

12 01 ATTCAAGCACCTGGAAAGGGCTTTTGATATGTTGTCAGAGTGTGGATTCCACATGGTGGC 1260 

230 FKHLERAFDMLSE C G F H M V A 249 

1261 CTGTAACTCATCGGTGACAGCATCTTTCATCAACCAATATACAGATGACAAGATCTGGTC 1320 

250 CMSSVTASFINQYT D D K I W S 269 



1321 AAGCTACACTGAATATGTCTTCTACCGTGAGCCTTCCAGATGGTCACCCTCACACTGCGA 1380 
270 SYTEYVFYREPSRWSPSHCD 289 



1381 TTGCTGCTGCAAGAATGGCAAAGGTGACAAAGAAGGGGAGAGCGGCACGTCTTGCAATGA 1440 

290 CCCKNGKGDKEGESGTSCND 309 

1441 CCTCTCCACATCTAGCTGCGACAGCCAGTCTGAGGCCAGCTCTCCCCAGGAGACGGTCAT 15 00 

310 LSTSSCDSQSEASSPQETVI 329 

1501 CTGTGGTCCCGTGACACGCCAGACCAACATCCAGACTCTGGACCGTCCCATCAAGAAGGG 1560 

330 CGPVTRQTNIQTLDRPIKKG 349 

1561 CCCTGTCCAGCTGATCCAACAGTCAGAGATGCGGCGGAAAAGCGACTTACTCCGGATTCT 1620 

350 PVQLIQQSEMRRKSDLLRIL 369 

1621 GACTTCAGGCTCCAGGGAATCGAACATGAGCAGCAAAAAAAAAGCTGTTAAAGAAAAGCT 1680 

370 TSGSRESNMSSKKKAVKEKL 389 



1681 CTCAATTGAGGAGGAGCTGGAGAAATGTATCCAGGATTTCCTAAAAAAAAAAATTCCAGA 1740 

390 SIEEELEKCIQDFLKKKIPD 409 

1741 TCGGTTTCCTGAGAGAAAACATCCTTGGCAATCTGAACTTTTAAGGAAGTATCATCTATA 1800 

410 RFPERKHPWQSELLRKYHL 428 

1801 AGGGAGGGCTGGGGGCGGGGAAAAAAAAAAAAAAGAGTCATTTTGAAATTAACCTCATAA 1860 

1861 AAGGAATTCATATTTTAAAGGAAAAAAATACAACTAATGATGCACATTTCTTAGAACACA 1920 

1921 ATAGTCCATTGATATACTACTGCCTACTTTACCTAGTTCACCTTAACATGTAAATCCACA 1980 



Figxire IC 

1981 GGGTAGATTTCTTTCTAGATGTGGAAGTACAAGAAAATCTTTTTTAGTTATTTGTTTGTT 2040 

2041 TACTTCGTCCCATGTGCTAACTATCTTATATATAATGAGAGCCAGCTACGTAAAAGTAGC 2100 

2101 TGAGAGGCCTTGGGAGTCATTTATCCCAAACTGGGTTTTTTCTCTCATCCTTCTACCTCC 2160 

2161 CTCCTTTGAATGAGGGTATGGTAGAAAAAGATCTGGCCCAATGGCATAAGTTTGGAATTT 2220 

2221 TTAATTTTGGTTTTTCCTTTTGTTTATGGGGTTGGGGGGAATGGCAGATTTATATGACTT 22 80 

2281 TTCACTCAAATCTATATGTGCCAGTTTATATTGACTCCGTATGCATGAGTATTTGTGCAA 2340 

2341 CACAAGCACAACTAAGTATGTATATACACATGACGCACACGATGCCAGGGCCTAGACCTC 2400 

2401 CCAAGGGCTGTGCTCCTGCTCCCAGCAGCCCTCTCTTAGAATATTTCAGATGGATGAGCT 2460 

2461 TCTGACTCTTTCTTAAAATTCTTTTGGGAAGATTTCCCAGCCTTTCTTCACAACACTTTC 2520 

2521 TAACATCAAATGACTCTCATCATCAACAAATTGTATTCCTTATTGTGAAATTAATACCCT 2580 

2581 CAGGCTCCATTTTACTGCTTTGCTCTTTGTCTGCATTAAGAGAGGATGAGGAGAGCTGGT 2640 

2641 CAAACATTCCTTGTGTTAAAAAAATCAAACATTCATATCCACAAAATTTTCTGCTAAATG 2700 

2701 ACTCCACACTCAGCCTTCTCTACCCTGAACTGAATTATCACCCTTTTCTCCATGTTTTCA 2760 

2761 GAGTTCTTACTGCCCACAGTTTAATGGTGTGGCCTTTCCACATAATCCACATTAAGTTCT 2 820 

2821 GTGTTCCTGTGTTGTTGTGGAACTAAGGAC AACACACAGTAC TTGAATAAGGGTCCGGCC 2880 

2 881 TTTTGTTTGTTTTAGAGAAAGTTGTATTCCACACACAACCTAATAATTTCTTATAAAAAT 2940 

2941 TTTAAACTACAAAGCTACATTTTTACTTGCTTGTAGCCGTTTTTGTTTGCCTTTGGGATT 3 000 

3001 CGGGCTTTGGCTGTGCCCATGCTAGGATTTAGCTGTGTCATTTTTATGATGTCTGTAACA 3 06 0 

30 61 ACCCAACAAGGTAACTGAAGCTCCAGAGTTAAGGTTTCAGATTTCTAAATGAAACTATCT 312 0 

3121 TTTTCAATTACATCCTGACTTGTATAGACACAGCCAAAAAGAAACTGTTAATAGCCATCC 3180 
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Figxire ID 

3181 GTCCATGTAACTCTGTATTTTACTAAGGTACCAATAGCTCTTTCATAGACTTGTGCTACA 3240 
3241 AGAAGGTTAAAAGACCAGTTTTATTTTCAGCATTCCTCATGCATTTCAGTGGTAACCAAA 3300 
3301 AAATAATTTGTCAATTAATAGTTGTGTGCCAAGCACTCCTAATTTGTTTTATTGCGTGTG 3360 
3361 TGTGCATGTGTGTATGTGTATCACAGGTAATAAAGGCAATTGGATGATTAAAAAAAAAAA 3420 
3421 AAAAAAAAAAAAAAA?^AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 3468 
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Figure 2A 
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50 

( 1 ) MALSGNCSRYYPREOGSAVPNSBpMVELN BretB o^FTRHSiHaild 

(1) iP^^ELN^^SgTTTLAgjL^ 

{ 1 ) MTStE^feTLNflSStSTjj^TTOR <^I~ * 

(1) MDNGDWGYKilTifPVTLJN^^H^TTSL'rg gp i 

( 1 ) MSRPLITRSPASPLXNQGIPTPAOLTKSNAPVHMBfeBB'iBSLkiaihfri 




lifSNFggrsK 



(46) IPpSLLWKilFSP — KRDTi 

(24) DKS.TLLAE|^FG iCRD! 

(27) E^^I^NgASGSLSEDEQi 

(33) YP|sPl^A§FGG 

(51) YP|SR|iRgFDG T-EPlj 

101 150 
( 94 ) WLj|DHi|PEKaR||KB(^YFQLPDfc|rKLLTPDfilKQSPDEFCHSDFEDAS 

(69) LHLgbGiBRERORllL RfiEte HFRT ,T A|y|fKrtR S E|:DAR 

( 77 ) LSLgBQ|REVAR|Ki:^^PliLERiSTLLSNA§SIS-PRPR 

(77) LTLgLI^EFDL2RK|^F||Q|EP^QCLNDp| PLY 

(96) LL^Dg^YTLSYgfclFQLQpfeLEiERWiQDR 

151 200 
( 144 ) QGSDTRICPPSSLLP|DRKWGFIT|GYRCiCTLGSGQAD|KFR^PRIL 

(105 ) PP GCIT|GYRG|FQFGgGLADiKFRgSRIL 

(117) TANGYNTITHAETGGYITLGYRC^FAFGHGQAD|KFRg|HRIL 

(113) PMDTFEEViELlSTRlLSKY^PVAVilT|Lil TTK 

( 132 ) EgRFSRPCECLWRVlPDLG^ITL|&f KSLgE^H 

250 



201 
(194) VCGRj 
(137) VCGR|aQc3 
(162) VCGRiT|ci 
(149) VHIlIeGI^] 
(169) PEIGD^^c"^ 




'LNESRDPDR-AP§RYiSRFYLKFK|LERgF|MLSE 
"LNESRDPDHGGT|RYlSRFFLKHc|lEQ|FpXrLHD 

'LNESRDPGG — PlDGp 

iMMD|RD CQ-^FTFGPCD YjQEVgLfVHLM 

[soflviR fplngychl|svq|l|rlqq 



251 300 

(243 ) CC^H||vgCNSSVTASFIN QYTE§KIWSSYTEYVFYR|PSRWSPSH 

(187) HGfRgAGSCGSGTAGSAAEPKPGVDTEgNRWNHYNEFVFIRl 

(196) EY|TKQGFTIRNTRVHHMSERANENTVgHNWTFCRLARKTD| 

(213) RGgEgVGSCGGqgDSSQFSEYVLRRELgRTPRVPSVIRIKQjPL 

301 350 
(288 ) CDCCCKNGKGDKEGESGTSCNDLSTSSCDSQSEASSPQETVICGPVTRQT 

(229) 

(191) 

(238) 

(257) 



351 400 
K+betaM2 (338) NIQTLDRPIKKGPVQLIQQSEMRRKSDLLRILTSGSRESNMSSKKKAVKE 

AAF558201 (229) 

CAA20329.1 (191) 

Y34129 (238) 

Y34125 (257) 
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Figure 2B 



401 441 

K+betaM2 (388) KLSIEEELEKCIQDFLKKKIPDRFPERKHPWQSELLRKYHL 

AAF558201 (229) 

CAA20329.1 (191) 

Y34129 (238) 

Y34125 (257) 

Consensus (401) 
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Figure 4. 



Protein 


Genbank ID 


Identities 


Similarities 


Human potassium channel 
K+Hnov28 


gi|Y34129 


31% 


41% 


Drosophila CG10830 protein 


gi|AAF55820.1 


52% 


66% 


Caenorhabditis K+ channel 
tetramerisation domain 


gi|CAA20329.1 


42% 


51% 


Human potassium channel 
K+Hnov27 


gi|Y34125 


32% 


41% 



